The Titertek-NF (TT-NF) system (Flow Laboratories GmbH, Meckenheim, Federal Republic of Germany) was evaluated for the identification of 1,289 strains of gram-negative, nonfermentative bacteria and some gram-negative, oxidase-positive bacteria. The oxidase test was also performed. Identifications were classified as correct, not identified (two or more taxa possible and identification score of <80%; supplementary tests for furthering the identication were not performed), and incorrect. Correct identification results were further subdivided by the correct level of species or biotype identification as -98% (category a), 90 to 97% (category b), and 80 to 89% (category c). When compared with conventional identification results, the TT-NF system correctly identified 90.3% of strains (1,164 of 1,289 strains), with 72.5% (935 strains) belonging to category a, 14.7% of strains (189 strains) belonging to category b, and 3.1% of strains (40 strains) belonging to category c. Among the remaining strains, 104 (8.1%) were not identified and 14 (1.1%) were misidentified, and the system failed to generate identification results for 7 strains (0.5%). Reactions within the TT-NF system were reproducible, with an estimated probability of erroneous test results of 0.2%.
Although gram-negative, nonfermentative bacteria increasingly are becoming implicated in human disease, identification of these organisms has often been neglected in clinical microbiology laboratories, especially when antibiotic susceptibility data are available (2) . A battery of conventional biochemical tests is needed for their precise identification of the taxonomically heterogeneous group of gramnegative, nonfermentative bacteria (13) (14) (15) 27) . In recent years, several commercial kits have been developed, some of which are for the identification of members of the family Enterobacteriaceae and commonly encountered nonfermenters and others of which are for the specific identification of gram-negative nonfermentative bacteria (8) .
During a 3-year study, a screening was performed in order to find miniaturized biochemical tests that would make possible an extensive species differentiation within these bacterial genera (20, 21) . As a result, in cooperation with Flow Laboratories GmbH (Meckenheim, Federal Republic of Germany), the Titertek-NF (TT-NF) system was developed; it provides for the computer-aided identification of 57 different species. This study was undertaken to determine the accuracy, suitability, and reproducibility of the TT-NF system for use in clinical microbiology laboratories. MATERIALS The reproducibility of the TT-NF system was determined by testing 50 randomly chosen isolates on 3 different days. The resulting test profiles were compared, and an estimate of the probability of an erroneous test result was calculated by methods described elsewhere (19) .
RESULTS
The results of the evaluation of the TT-NF system are summarized in Table 1 (29, 32) and the genus Flavobacterium (7) . Miniaturization of these methods (9-11, 20, 21) The TT-NF system allows, in most cases. the correct identification (identification scores of >90%) of commonly encountered nonfermenting bacteria and oxidase-positive, fermenting bacteria; and also, those groups of bacteria that are rarely encountered in the clinical microbiology laboratory were well separable. Disadvantages of the system included the lack of adequate resolution within the genus Moraxella, the lack of adequate differentiation among nonreactive Pseuidomonas testosteroni, Pseuidomonas alca( ligenes, and Pseudomonas pseudoahlcaligenes species and Alcaligenes xylosoxidans subsp. denitrifi(ans. Combining these rarer species or genera into groups and identifying them on the genus or the group level only could improve the percent identification values, as has been suggested for the PASCO MIC-ID system (36) . For the majority of laboratories, collective groupings as Moraxella sp. and Pseuidomonas alcaligenes, Pseudoinonas pseutdoal(ctiligenes, and Pseudomonas testosteroni would be adequate. Vibrio i'ilnificuiis isolates also posed problems for the TT-NF system.
Certain biotypes are not represented in the data base. 
